. Supplementary Figure S3 . In silico GO analyses of miR-7641 target genes using the PANTHER classification system. a, GO molecular function analysis indicated that more than 40 % were binding molecules and around 36 % were involved in catalytic activity. b, GO cellular component analysis showed an association of 39 % of the molecules with cell part, 24 % with organelles, and 15 % with membranes. c, GO terms associated with protein classes were diverse, with around 15 % of the target molecules being nucleic acid binding factors, 10 % transcription factors, 10 % hydrolases, 8 % enzyme modulators, and 7 % receptors. d, GO biological processes analysis showed that around 30 % of the molecules were involved in cellular processes and 25 % were involved in metabolic processes. The target genes were predicted using TargetScan software, and the GO analysis was performed using the PANTHER classification system. 
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